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Query= 



(2 64 letters) 



Database: All non— redundant GenBank CDS 
translation s+PDB+SwissProt+PIR+ PR F 

2,670,069 sequences; 748,330,716 total letters 



If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 

T a x o n o mv report. s 



Distri bution of 1058 Blast Hits on the Query Sequence 



Mouse-over to show defline and scores. Click to show alignments 



Color Key f or Hlignnenb Scores 

5»-00 8*-2<>v 




Sequences producing significant alignments: 

gi | 13128972 | ref I Nt' 076932.11 collectin sub-family member 11. 
q x I 3 9 0 4 9 4 2 4 1 r e f | X P 2 8 3 0 5 4.2! collectin sub-family member 11, 
qi | 3 4 8 63 3 97 | re f | XP _3 4 5 65 3 . .'I J similar to hypothetical pro tei. 



Score E 
(bits) Value 



0 . 0 
0 . 0 
0 . 0 
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qi | 40548420 I ref IN P 9 5 J705. lj_ col. lectin s ub - f ami 1 y mottib er 11 
g:i | 33417124 | gb | AAH56052 . 1 | Colecll-prov protein [Xenopus la 
q i | 2 7 7 1 8 9 0 1 | r e 1 | X P 2 3 5 3 3 0 . 1 j similar to collectin liver 1; 
g i | 5 4 5 3 6 1 9 | r e f | M P 0 0 6 4 2 9 . 1 | collectin sub-family member 10; 
qi I 3 7 1 S 3 1 9 i j gb I AAQ8 9 3 9 7 . 1 j COLEC10 [Homo sapiens] 



32 



138 | ref I NP 



1 



collectin liver 1; collectin-L 

q.L | 2753034 1 I dbj | BAC53954 . 1 | collectin-Ll [Mus mus cuius] 

qi I 7656 989 I ref I NP 05653 4 . 1 I collagen, type V, alpha 3 prepr 
q i | 9 4 5 3 8 9 6 | clb g | BAD 0 3 2 8 7 . 1 j pro-alpha 1 type V/XI collagen [ 

qi | 1 3 9 9 4 2 8 0 | r e f j N P 1 1 4 1 1 7 . 1 j Clq and tumor necrosis factor 
gi | 1 3 5 & 0 5 0 6 | qb | RAK3 0 0 7 9 . 1 j collagen-like protein B [Strepto 
q i 1 11 0 9 6 1 5 7 | gb [ ARG 3 0 218.1! collagen-like surface protein [S 
gi | 1 1 0 9 614 7 | gb j AAG3 0 2 1 3 . 1 j collagen-], ike surface protein [S 

qi |841 12 2| qb I 74 AA677 51 , 1 

qi | 67 5 3 482| re f | M P 0 3 4 0 5 



putative collagen alpha-2 (XI) cha 
i| procollagen, type XI, alpha 2 [ 



q i I 1 1 0 9 6 1 5 9 j q b | A AG 3 0 219 . 1 ] collagen-like surface protein [S 
:[i | 303163 81 | s p I Q 6 4 7 3 9 | C A 2 B MOUSE Collagen alpha 2 (XI) chain 

similar to Collagen alpha 2 (XI 



3. 



348 522 01 I rel 



qi | 43221771 i qb | EAC7 6 4 4 7.11 unknown [environmental sequence] 
qi | 312 391 23 | ref ! XP 319975 , 1 j ENSANGP0 0000016783 [Anopheles 
qi 9 632 52 5 I re i: | MP 0 4 9 5 1 9 . 1 | putative tail fiber protein [Ba 

gi 2 9 5 4 9 j ernb i CAA6 8 6 9 8 . 1 j unnamed protein product [Homo sapi 

qi | 67 5 9903 | qb | AA P20099 . 1 | alpha 1 (V) collagen [Gallus gallus] 

gi | 2 8 7 0 3 7 9 7 j qb [ AAH 4 7 3 0 5 . 1 j COL4A1 protein [Homo sapiens] 

gi | 12314281 | ernb | CAC13153 ./I |_ bA472K17.2 (collagen type IV al . . . 

gi 7656985 | ref I MP 001836. 1 | alpha 1 type IV collagen prepro. . . 
qi | 7 649887 | dbj j BAA 9 4 16 5. 1 | tail fiber protein [Escherichia ... 
qi | 198 4 8 250 | gb | AAL 9 9 3 82 . 1 j collagen IV alpha 1 chain [Arioph . . . 
qi | 225874 ! prf ! | 14 022 36A collagen alphal (IV) 
gi | 11739 48 | qb | AAB41274 . 1 type V collagen 

qi I 115313 | sp i P 20908ICA15 HUMAN Collagen alpha 1(V) chain pr... 
gi I 1 3 60 669 | pi r | | CGHU1V collagen alpha 1 (V) chain precursor . . . 

gi I 1 65 5 4 5 7 9 j re f I NP 0 0 0 0 8 4 . 2 [_ alpha 1 type V collagen prepro. . . 

qij 38014 150 1 qb | AAH08760 . 3 I COL5A1 protein [Homo sapiens] 

qi | 6630958 | ref [NP 031755 . 1 | procollagen, type XI, alpha ] ; . . . 
qi | 2119157 | pir | | JX0 3 69 collagen alpha 1 (XIX) chain precurso... 

qi | 23468235 I qb | AAH3J33 0 8 . 1 i Clqtnf 7 protein [Mus musculus] 

gi [ 8393173 | ref |NP_058615 . 1 | procollagen, type V, alpha 3; P... 

gi | 34878804 I ref I XP 22 3507 . 2 j similar to Clqtnf 7 protein [Ra . . . 

102316 67 i r ef |NP 001349.3 |. alpha 1 type XIX collagen prec... 

3042514 0 ! re f | NP 7 80 631.1 ! Clq and tumor necrosis factor . . . 



21b 



3 6 3 5 8. 1 j collagen 



ilk 

3P- I 1 82337 I qb i AftA5 8468 . 1 I fibril-associated collagen 

gi 62483 1 j dbg j 3AA0 7 3 68 . 1 al (XIX) collagen chain precursor 



4 4 6 8 



i gb | EAK6 5 7 0 4 . 1 



unknown [environmental sequence] 
i | 476846 1 pir I | A45 748 collagen alpha 1 (VII) chain - mouse (. 
l | 7656 987 | ref | NP 056549.11 procollagen, type V, alpha 1; p. 



qi | 2 6 3 8 6 8 j p i r | [323791 collagen alpha 1 (XI) chain - chicken 
gi | 6680972 [ ref ] NP__031764 . 1 | procollagen, type VII, alpha 1 
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q i I 34859 869|reCIXP 342327.11 procollagen type XI alpha 1 [R 
gi | 303S4436lqblAftH52161.il, Procollagen, type XI, alpha 1 IM 
q.i I 1 1 1 2 0 7 .1 0 j re £ I NP 0 6 S 5 2 8 . 1 j collagen, type V, alpha 3; pro 
gij 1 153 4 7 | _sp i_ P 2 7 3 9 3 j CA2 4 A SCSU Collagen alpha 2 ( I V ) chain p 

gi | 3172000 [ eab | CAA06511 . 1 ! collagen alpha 1 (XI) [Rattus no 
qi | 11096145 | gb | AAG30212 . 1 I collagen-like surface protein [S 
qi 1 11532 8 | sp I P2 0909 | CAlB RAT COLLAGEN ALPHA 1 (XI) CHAIN >gi 
qi | 29566 0 25 1 ref j NP 817595 . .1 | gp4 [Mycobacteriophage Bxz2] > 
q :l I 3 014 5 6 9 6 ! ei nb | CAD 89749.1| C. elegans COL- 135 protein (cor 
gi 11109 61 51 i gb | AAG3. 02.15...1J.. collagen- li ke surface protein [S 
qi | 42 3283 1 pir I I S336 03 surfactant protein D - bovine 

0 0 0 0 8 5. 1 | alpha 1 type VII collagen precu 



qi | 4 5 02961 | ref | : 



q i | 4 4 1 7 3 9 7 3 i gb | E A H 5 2 4 5 6 . 1 j unknown [environmental sequence] 
gi I 2137076 | pir I 1143103 type VII collagen - Chinese hamster 
qi | 31217994 | ref ! XP. 316 54 6 . 1 ! KNSANGPO 0 0 0 0 0 1 0 0 0 5 [Anopheles 

qi | 3,7722541 | gb | AAO06817 . 1 | asymmetric acetylcholinesterase 

qi 1 3 '7722545 | gb | AAO0 681S - 1 ! asymmetric acetylcholinesterase 
qi | '7239359 | gb j RAF 4 3197 . 1 j acetylcholinesterase col lagen-- 1 i k 

qi | 18105030 | r ef j NP 536805 . 1 j acetylcholinesterase collngen- 

q.i. | 1807 15 ! c;b i AAA52034 . 1 | alpha-2 type XI collagen 

gi I 182019 17 j r ef j NP _ 5 4 2 411.11 alpha 2 type XI collagen isofo 
qi | 13 60 67 1 | pir I | CGHU2E collagen alpha 2 (XI) chain precursor 

gi ) 1000747 | gb 1 AA C50215 . 1 j Pro-a2 (XI ) 

qi | 18201919 I re £ | NP 5 4 2 4 1 2 . 1 j alpha 2 type XI collagen isofo 

]_ asymmetric acetylcholinesterase 



gi | 37722539 j gb j AA.O068 L 



.ti: 



8 1 0 5 022 | ref 



536801. 1[ acetylcholinesterase co] lagen- 



q± | 1810 5023 I ref 1 N P.__ 536804 . 1 j 
qi | 12643942 j s p | Q9 Y2 15 j COLQ HI! 



acetylcholinesterase col 1 age n- 
4AN Acetylcholinesterase col la 



g i | 1 3 4 3 2 1 0 4 i s p | P 1 3 9 42 | CA2 B_ HUMAN Collagen alpha 2 (XI) chain 
gi | 3 8 2 0 9 8 7 1 emb | CAA2 0 2 4 0 . 1 j clOl 0 3 3B1 0 . 1 2 (collagen, type XI, 
qi | 18 2 01915 1 ref j NP 5 4 2 4 1 0 . 1 j alpha 2 type XI collagen isofo 

Pro-a2 (XI) >gi | 1584719 | prf 121233 

a s ymme trie acetylcholinesterase 
. | acetylcholinesterase collagen- 



gi j I00Q7 46 I gb 1 AACoO; 



5 4.3 ! gb | AAO0 6913 . 1 1 



q i | 18 10 5 0 2 4 J_ .re f j.NP . 5 3^ 
_g_i [ 1000745 | gb I AAC50213 . 1 Pro-a2 (XI) 

qi I 18 .105 0 16 [ ref N P 0 0_5 6 68 . _2_|_ acetylcholinesterase collagen- 



gi | 18105018 j ref ! NP_53 67 9 9 . 1 j acetylcholinesterase collagen- 

qi | 18 10 5020 j r ef [NP_536800 . I L acetylcholinesterase collagen- 
q i | 1 1 8 7 5 6 12 I gb | A AG 4 0 7 2 9.11 type IV collagen alpha 1 chain p 

qx | 18780273 j ref {NP 110447. 2 j alpha 1 type XXI collagen prec 

qi | 1974 516 6 j ref | NP 6044 47. lj collagen, type V, alpha 1 [Rat 

q.i. | 61 6588 1 | gb I AAF04724 . 1 collagen type XI alpha -1 [Homo sa 

g i | 1 8 3 7 5 5 2 2 j r e f | N Iy_ 5 4 2 1 9 7 , 1 | alpha 1 t yp e XI collagen isofo 

q 1 1 6 1 6 5 8 8 2| q b I AA'P 0 4 7 2 5 . 1 j collagen type XI alpha- 1 isoform 
qi I 74412191 pir I iS18803 collagen alpha 1(V) chain - hamster 



111 I i8 3'2.5 51S^ alpha 1 type XI coll a gen isofo 

qi I 13606 70 Ipir | j CGHU1E collagen alpha 1 (XI) chain precursor 
g r | 3 314 9 3 .5 9 j gb I AAO 6 4 41 4. l_j_ type VII collagen [Canis familia 
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Alignments 



Got selected scquen cos : / i ; i Select all i : ; Oesoioct all 



f": >qi I 131 29972 j ref I NP 076932 . 1 i H col lectin sub-family member 11 isoform a [Homo s 

qi | 12 65 2 661 j qb | AA .H 0 0 078.1 1 B Collectin sub-family member 11 [Homo sapiens] 

qi j 37 1820 03 j qb | AA08 88Q5 . 1J B RGNL596 [Homo sapiens] 
Length = 271 

Score = 012 bits (1907), Expect = 0.0 

Identities - 262/271 (961), Positives - 262/271 (96?.) , Gaps - 7/271 (21) 

Query: 1 MRCRILALVGVLISLAFLSLLPSGHPQPAGDDACSVQILVPGLKGDAGEKGDKGAPGRPGR 60 

MRGNLALVGVLI SLAFLS LLPS GHPQPAGDDACS VQI LVPGLKGDAGEKGDKGAPGR PGR 
Sbjct: 1 MRGNLALVGVLI SLAFLS LLPS GHPQPAGDDACS VQI LVPGLKGDAGEKGDKGAPGR PGR 60 

Query: 61 VGPTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDSGDIGPPGPNGE PGLPCECSQLR- 119 

VGPTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDSGDI GPPGPNGE PGLPCECSQLR 
Sbjct : 61 VGPTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDSGDIGPPGPNGE PGLPCECSQLRK 120 



Query : 12 0 - I GEMDNQVSQLTSKLKFIKNAVAGVRETESKI YLLVKEEKRYADAQLSCQGRGGTLSMP 17 8 

J. GEMDMQVSQLTSELKFI KNAVAGVRETE SKI Y LLVKEEKRYADAQLSCQGRGGTLSMP 
Sbjct: 121 AI GEMDNQVS QLTSELKF I KNAVAGVRETE SKI Y LLVKE EKR YADAQLSCQGRGGTLSMP 180 

Query : 17 9 KDE-MNGL GYLAQAGLARVFI GI NDIiRKE GAFVYSDHS PMRT FN — RS GE PNNAYDEE 2 33 

KDE NCj Ij YLAQAGLARVFIGINDLEKEGAFVYSDHSPMRTFN RSGE PNNAYDEE 
Sbjct: 181 KDEAANGLMAAYLAQAGLARVFI GINDLEKE GAFVYSDHS PMRT H'NKWRK GE PNNAYDEE 240 

Query: 234 DCVEMVASGGWNDVACHTTM Y FMCE FDKENM 264 

DCV EMVASGGWNDVACHTTMY FMCE FDKENM 
Sbjct: 241 DCVEMVASGGWNDVACHTTMY FMCE FDKENM 271 



L; >gi | 38049424 i rot j X P__2 8 3 0 5 4_._ 2 J__ H collectin sub-family member 11 [Mus musculus] 

qi I 12833584 j dhj | BAB22 581 . 1 | IS unnamed protein product [Mus musculus! 
Length - 2 72 

Score = 736 bits (1728), Expect =0.0 

Identities = 242/271 ( 3 9 ; :. ) , Positives = 253/271 (93*), Gaps = 0/271 (21) 



Query : 1 MRGNLALVGVLI S LAFLS LL I 3 S GHPQPAGDDACS VQ I LVPGLKGDAGEKGDKGAPGR PGR 60 

MR +LAL G+LISLAFLSLLPSG PQ +DACSVQ I LVPGLKGDAGEKGDKGAPGR PGR 
Sbjct: 3 MR- DLALAGMLI S LAFLS LLPS GCPQQTTEDACS VQI LVPGLKGDAGEKGDKGAPGR PGR 61 

Query : 61 VGPTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDSGDI GPPGPNGE PGLPCECSQLR- 119 

VGPTGEKGDMGDKGQKG+VGRHGKI GPI G+KGEKGDS GDI GPPGP + GE PG + PCECSQLR 
Sbjct: 62 VGPTGEKGDMGDKGQKGTVGRHGKI GPI GAKGEKGDSGDI GPPGPSGE PGI PCECSQLRK 121 

Query: 120 — I GEMDNQVSQLTSELKFIKNAVAGVRETESK I Y LLVKE EKR YADAQLSCQGRGGTLSMP 178 

I GEMDNQV+Q L,T + E L K F I KNAVAGVR ETESKI Y LLVKE EKR YADAQ L S C Q RGGTLSMP 
Sbjct : 122 AI GEMDNQVTQLTTE LKFI KNAVAGVRETE S KI Y L 0VKE EKR YADAQLSCQARGGTLSMP 181 

Query: 179 KDE-MNGL — GYLAQAGLARVFI GINDLEKE GAFVYSDHS PMRT FN — RSGE PNNAYDEE 233 
KDE NGL Y LAQ AG LAR V FIGINDLEKE GAF V Y S D SPM+TFN RSGE PNNAY DEE 
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Sbjct: 182 KDEAANGLMAS YLAQAGLARVFI GINDLEKEGAFVY SDRS PMQTFNKWRS GE PNNAY DEE 241 

Query: 234 DCVEMVASGGWNDVACHTTMY FMCE FDKENM 264 

DCVEMVAS GGWNDVACH TMY FMCE FDKEN + 
Sbjct: 2 42 DCVEMVAS GGWNDVACH I TMY FMCE FDKEN L 272 



i"" >qi | 3486339 7 | ref j XP 345653 . 1 ! 1H similar to hypothetical protein MGC32 7 9 similar 
[Rattus norvegicus] 
Length = 319 

Score = 719 bits (1689), Expect = 0.0 

Identities = 239/282 (84%), Positives = 254/282 (90*. ) , Gaps = 19/282 (6 v.) 

Query: 1 MRGNLALVGVLI S LAFLS LLPS GHPQPAGDDACS VQ 1 LVPGLKGDAGEKGDKGAPGR ] >GR 60 

MR -t LAL G-t-LI S LAFLS LLPS G PQ + DACSVQ II VPGLKGD + GEKG + KGAPGR PGR 
Sbjct: 39 MR-DLALAGMLI S LAFLS LLPS GCPQQTTEDACSVQ I LVPGLKGDS GEKGNKGAPGRPGR 97 

Query: 61 VGPTGEKGDMGDKGQKGS VGRHGKI GPI GSKGEKGDS GD I GPPGPNGE P 109 

VGPTGEKGDMGDKGQKG+VGRHGKI GP I G+KGEKG DS GD I GPPGP + GE P 
Sbj ct : 98 VGPTGEKGDMGDKGQKGT VGRHGKI GPI GAKGEKGDS GD I GPPGPSGE PAS PMPNRLLHT 157 

Query: 110 GLPCECSQLR I GEMDNQVSQLTSE LKF I KNAVAGVRETESKI YLLVKEEKRYADAQLS 167 

G+PCECSQLR I GEMDNQV+QLT+E+KF I KNAVAGVRETE SKI YLLVKEEKRYADAQLS 
Sb j ct : 158 GI PCECSQLRKAI GEMDNQV l.'QLTTE I KFI KNAVAGVRETESKI YLLVKEEKRYADAQLS 2 17 

Query: 168 CQGRGGTLSMPKDE — MNGL GYLAQAGLARVFI GINDLEKEGAFVY SDHS PMRT FN — R 222 

CQGRGGTLSMPKDE NGL YLAQAGLARVFI GINDLE+EGAFVY SD SPM+TFN R 
Sbjct : 218 CQGRGGTLSMPKDEAANGLMAS YLAQA.GLAR V PI GI NDLERE GAFVYSDRS PMQT FNKWR 277 

Query: 223 SGE PNNAY PEE DCVEMVASGGWNDVACHTTMY FMCE FDKENM 264 

S GE PNNAY DE EDCVEMVAS GGWNDVACH TMY FMCE FDKEN + 
Sbjct: 278 S GE PNNAY DEE DCVEMVAS GGWNDVACH I TMY FMCE FDKENL 319 



O > cfi | 40 5 48420 j ref IM P 95470b. 11 H collectm sub-family member 11 .i soform b [Homo s 
qi | 3 14 5 5 2 1 5 j qb | ARH 0 9 9 5 1 . 1 [ HI Collectin sub-family member 11, isoforrn b [Homo sapi. 
Length = 2 68 

Score = 609 bits (1429), Expect = e-173 

Identities = 195/204 (95%), Positives = 195/204 (95%) , Gaps = 7/204 (3*) 

Query : 60 GDMGDKGQKGS VGRHGKI GPI GSKGEKGDS GDI GPPGPNGE PGLPCE CSQLR — I GEMDN 125 

GDMGDKGQKGS VGRHGKI GPI GS KGEKGDS GDI GPPGPNGE PGLPCE CSQLR I GEMDN 
Sbjct: 6 5 GDMGDKGQKGS VGRHGKI G PIGS KG EKGDSGD I GPPGPNGE PGLPCE CSQLR KAI GEMDN 12 4 

Query : 126 QVSQLTSE LKF I KNAVAGVRETE SKI Y LLVKEEKRYADAQLS CQGRGGTLSMPKDE -PING 184 

QVSQLTSELKFI KNAVAGVRETESKI YLLVKEEKRYADAQLS CQGRGGTLSMPKDE NG 
Sb j ct : 125 QVSQLTSE LKF I KNAVAGVRETE SKIY PLV KEE KR YADAQLS CQGRGGTLSMPKDE AANG 184 

Query: 185 L- -GYLAQAGLARVFI GINDLEKEGAFVYSDHS PMRTFN RS GE PNNAY DEEDCVEPTVA 240 

L YLAQAGLARVFI GINDLEKEGAFVYSDHS PMRT FN RS GE PNNAY DEEDCVEMVA 
Sbjct : 185 LMAAYLAQAGLARVF I GINDLEKEGAFVYSDHS PMRT FNKWR S GE PNNAY DE EDCVEMVA 244 

Query: 241 S GGWNDVACHTTMY FMCE FDKENM 264 

S GGWNDVACHTTMY FMCE FDKENM 
Sbjct: 245 S GGWNDVACHTTMY FMCE FDKENM 268 
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[% > q jjrj 3 4 1 7 J, 2 4 | qb | A AH 5 6 0 . 5 2 , 1 j B Colecll-prov protein [Xenopus laevis] 
Length = 271 

Score - 569 bits (1.336), Expect ^ e-161 

Identities = 201/262 ( 7 6 i. ) , Positives = 223/262 (85%), Gaps = 7/262 (2 ) 

Query: 9 GVLISLAFLSLLPS GH PQPAGDDACSVQI LVPGLKGDAGEKGDKGAPGR PGRVGPTGEKG 68 

G +ISL FL LL SG+ Q Dt CSVQI LVPGLKGDAGEKG+KGAPGR PGRVGP GEKG 
Sbjct: 9 G'J 1 1 1 SLGFLI LLGS GY CQHITDETCSVQI LVPGLKGDAGEKGEKGAPGR PGRVGP PGE KG 68 

Query: 69 DMGDKGQKGSVGRHGKI GPI GSKGEKGDS GDI GPPGPNGE PGLPCE CSQLR — I GEMDNQ 126 

+ + GDKG KGS +GRHGKI GPI GSKGEKGD G IGPPGPNGEPG+PCEC QLR +GEMD Q 
Sb j ct : 6 9 E I GDKGI KGSMGRHGK I GPI GSKGEKGDVGQ I GPPGPNGE PGI PCECGQLRKAVGEMDIQ 12 8 

Query : 12 7 VSQLTSELKFIKNAVAGVRETESKI YLLVKEE KR YADAQLSCQGRGGTLSMPKDE -MNGL 185 

V+QL +E+KF+KN VAGVRE TE +K I YLLVKEE K+Y DAQ CQGRGGTLSMPKDE N L 
Sbjct : 12 9 VAQ LATE VKFVKNVVAGVRETETKI YLLVKEE KKYIDAQDY CQGRGGTLSMPKDE ATMS L 188 

Query : 186 GYLAQAGLARVFI GI NDLEKE GAFVYSDHS PMRT FN RS GK PNNAYDE EDCVEMVAS 241 

Y+ AGL + RVFI GI NDLE +E G FVYSD SPM+TFN R EPNNAYDEEDC EMV + S 
Sbjct: 189 I A.S Y INHAGLSRVFI GINDLERE GHFVYSDRS PMQT FNKWRQAE PNNAYDEEDCAEMVS S 248 

Query: 242 GGWNDVACHTTMY FMCF, F'DKEN 263 

GGWNDV+C TMYF+CEFDKKN 
Sbjct: 249 GGWNDVS CTiI TMY FI CE FDKEN 270 



^ - : ' 9.i 1 2 7_7 1 8 ? 0_I_J__re f_J_XP 2 35 3 3 0 . ;[ j H similar to co] .1 octin liver 1; col lectin- LI [Ratt 

Length 277 

Score =- 246 bits (574) , Expect = 9e-64 

Identities = 118/231 (51%) , Positives = 167/231 (72%), Gaps = 15/231 ( 67 ) 

Query: 40 PGLKGDAGEKGDKGAPGRPGRVG PTGEKGDMGDKGQKGSVGRHGK I GPI GSKGEKGD 96 

PG KGD GE+GD G G+ G+VG P G KG++GD G +G +G K GPIG KG+KG+ 
Sbjct: 46 PGPKGDNGERGDTGEEGKDGKVGRQGPKGVKGELGDMGAQGDIG KSGPIGKKGDKGE 102 

Query: 97 SGDI GP PGPNGE PGLPCE CSQLR I GEMDNQVSQLTSE LKFI KNAVAGVRETE S KI YLL 154 

G -l-G PG G+ G C + C + R +G++D V++L + +KFIKN +AG+RETE K Y + 
Sb] ct : 103 KGLLGVPGEKGKAGTI CDCGRYRKVVGQLDI SVARLKTSMK F I. KNVI AGI RE'.TEEKFY Y I 162 

Query: 155 VKEEKRYADAQLS-CQGRGGTLSMPKDEM-NGL GYLAQAGLARVFIGINDLEKEC4AFV 210 

V+EEK Y ++ L+ C+ RGG L+MPKDE + N L Y+A+ + G RVFIG+NDLEKEG +V 
Sb jet: 163 VQEEKNYRE S - LTHCRI RGGM [AM PKDEVVNTLI AD YVAKS GFFRVFIGVNDLEKEGQYV 221 

Query: 211 YSDIISPMRT FN RS GE PNNAYDEEDCVEMVASGGWNDVAC'HTTMY FMCE F 259 

++D++P++ ++ + GEP++ Y EDCVEM++SG WND CH TMYF+CEF 
Sbjct: 222 FTDNTPLQNYSNWKEGE PSDPYGHE DCVEM LS S GRWNDTECHLTMY FVCE F 272 



□ >yi I 54 5 3 6_1 9 | ref | NP_ 0 0 64 2 9.1 H collectin sub-family member .10; collectin liver 1 
[Homo sapiens] 

oi_\ 5162875 | db J i | B.AA8 1 747 , 1 | B collectin 34 [Homo sapiens] 
Length = 277 
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Score = 244 bits (569), Expect = 4e-63 

Identities = 116/231 (50*), Positives - 167/231 (12%), Gaps = 15/231 (6=0 

Query: 40 PGLKGDAGEKGDKGAPGRPGRVG PTGEKGDMGDKGQKGS VGRIIGKT. GPI GSKGEKGD 96 

PG KGD GEKGD G G+ G+VG P G KG + + GD G I-G + + G K GPIG KG+KG + 
Sbjct: 4 6 PGPKGDDGEKGDPGEEGKHGKVGRMGPKGI KGELGDMGDRGNI G KTGPI GKKGDKGE 102 

Query: 9 7 S GDIGPPGPNGE PGLPCE CSQLR — I GEMDNQVSQLTSE LKF I KNAVAGVRETES Kl Y LI. 154 

G +G PG G+ G C + C + R +G+ + D + + + L + +KF + KN +AG+RETE K Y + 
Sbjct: 103 KGLLGI PGEKGKAGTVCDCGRYRKFVGQLDI S I ARLKTSMKFVKNVI AGIRETEEKFY Y I 162 

Query: 155 VKEEKRYADAQ1 .S -CQGRGGTLSMPKDEM— NGL GYLAQAGLARVFI GINDLEKE GAFV 210 

V+EEK Y ++ L+ C+ RGG L+MPKDE N L Y+A++G RV FI G+NDLE+E G 4+ 
Sb j ct : 163 VQEEKNYRE S - LTHCRI RGGMLAMPKDEAAN'l'LI ADYVAKSGFFRVFI GVNDLERE GQYM 221 

Query: 211 YSDHS PMRT F-NRS — GE PMNAYDEEDCVEMVASGGWNDVACHTTMY FMCE F 259 

++D++P++ + N + GEP++ Y EDCVEM++SG WND CH TMYF+CEF 
Sbjct: 222 FTDNT PLQNYSMWNE GE PSDPYGHE DCVKMLS SGRWNDTECHLTMY FVCE F 272 



□ >qi| 37133194 | qb [AAO09397 . 1 |_ H COLEC10 [Homo sapiens] 
Length -= 277 

Score = 239 bits (557), Expect ~ le-61 

Identities = 116/231 (50%) , Positives = 166/231 ( 7 1 3 ) , Gaps = 15/231 (6-) 

Query: 4 0 PGLKGDAGEKGDKGAPGRPGRVG PTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGD 9 6 

PG KGD GEKGD G G+ G+VG P G KG++GD G +G++G K GPIG KG+KG+ 
Sbjct: 46 PGPKGDDGEKGDPGEEGKHGKVGRMGPKGI KGELGDMGDQGNI G KTGPI GKKGDKGE 102 

Query: 97 SGD J GPPGPNGE PGLPCECSQLR — I GEMDNQVSQLTSE LKF I KNAVAGV RF.TE SKI Y LL 154 

G 4-G PG G+ G C + C + R +GI-+D + + + L + +KF + KN +AG+RETE K Y + 
Sbjct: 103 KGLLGI PGEKGKAGTVCDCGRYRKFVGQLDI S I ARLKTSMKFVKNVI AGIRETEEKFY Y I 162 

Query: 155 VKE E KR Y AD AQLS- CQGRGGTLSMPKDEM— NGL — GYLAQAGLARVFI GINDLE KEGAFV 210 

V + EEK Y ++ L+ C+ RGG .t+MPKDE N L Y+A+ + G RVF I G+NDLE +E G + + 
Sbjct: 163 VQEEKNYRES— LTHCRI RGGMLAMPKDEAANTLI AD YVAKSGFFRVF I GVNDLERE GQYM 221 

Query: 2JG YS DHS PMRT F-NRS -- GE PMNAYDEEDCVEMVASGGWNDVACHTTMY FMCE F 259 

+ D + -I P + + + N + GEP + + Y EDCVEM+ + SG WND CH TMYF + CEF 
Sbj ct : 222 STDNT PLQNYSNWNE1 GE PS DPYGIIEDCVEMLS SGRWNDTF CHLTMY FVCE F 272 



G >gi I 27734133 j rel ! Np__775590 . 1 H collectin liver 1; collectin-Ll [Mus musculus] 

q i I 2 6 3 2 A 3 7 4 l db j j BAG 2 5 9 41. 1 H unnamed protein product [Mus musculus] 
Length - 277 

Score = 234 bits (546), Expect = 3e-60 

Identities = 128/280 (453), Positives = 105/280 (663), Gaps = 36/200 (12*) 

Query: 1 MRGNLA — LVGVLI S LAFLSLLPSGH PQPAG D DACSVQI LVPGLKGDAGEKG 50 

+ R NL+ LV L + LL II Q G D + C+ + PG KGD GE + G 

Sbjct: 8 LRSNLSMLLV LALL HFQS LGLDVDSRSAAEVCATHT I S PGPKGDDGERG 56 

Query: 51 DKGAPGRPGRVG PTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDS GDI GPPGPNG 107 

D G G+ G+VG P G KG++GD G +G++G K GPIG KG+KG+ G +G PG G 
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Sbjct: 57 DTGEEGKDGKVGRQGPKGVKGELGDMGAQGNIG KSGPI GKKGDKGEKGLLGI PGEKG 113 

Query: 108 EPGLPCECSQLR--IGEMDNQVSQLTSELKFIKNAVAGVRETESKIYLLVKEEKRYADAQ 165 

+ G C+C I R +G++D V++L + +KFIKM +AG+RETE K Y +V+EEK Y + + 
Sbjct: 114 KAGT I CDCGR YRKVVGQLDI SVARLKTSMKFI KNVI AGIRETEEKFY Y I VQEEKNYRES - 172 

Query: 166 LS - CQGRGGTLSMPKDEM-NGL — GYLAQAGLARVFI GINDLEKEGAFV Y SDHS PMRTFN 221 

L+ C+ RGG L+MPKDE+ N L Y+A++G RVFI G+NDLE+EG +VI +D + + P + + ++ 
Sb j ct : 173 LTHCRI RGGMIiAMPKDE VVNTLI ADYVAKSGFFRVFI GVNDLEREGQYVFTDNT PLQNY S 232 

Query: 222 — RSGE PNNAYDEEDCVEMVASGGWNDVACHTTMY FMCE F 259 

+ EP++ EDCVEM++SG WND CH TMYF+CEF 

Sbjct: 233 NWKEEE PSDPSGHEDCVEMLS SGRWNDTE CHLTMY FVCE F 272 



s" >q r | 2 7 5 3 0 3 4 1 j db j I BA.C 5 3 9 5 4.1 1 H collectin-Ll fMus musculus] 
Length = 277 

Score = 233 bits (544), Expect - 6e-60 

Identities = 127/278 (453), Positives = 185/278 (66%), Gaps - 32/278 (113) 

Query: 1 MRGNLALVGVLI SLAFLS LLPS GHPQ PAG D DACSVQI LVPGLKGDAGEKGDK 52 

+ R NL + + L L + LL H Q G D + C+ + PG KGD GE + GD 

Sbjct: 8 LRSNLSM LLLLALL HFQSLGLDVDSRSAAEVCATHT I S PGPKGDDGERGDT 58 

Query : 5 3 GAPGRPGRVG PTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDS GDI G PPGPNGK P J. 0 9 

G G+ G+VG P G KG++GD G +G+ + G K GPIG KG+KG+ G -I G PG G+ 
Sb jet : 59 GEEGKDGKVGRQGPKGVKGELGDMGAQGNIG KSGPI GKKGDKGEKGLLGI PGEKGKA 115 

Query : 110 GLPCECSQLR I GEMDNQVSQLTS E LKFI KNAVAGVRETESKI YLLVKEEKRYADAQLS 167 

G C + C + R +G+ + D V + + L + +KFIKN +AG+RETE K Y +V + EEK Y L-l 
Sbjct: 116 GT I CDCGR YRKVVGQLDI SVARLKTSMKFIKNVI AGI RETEEKFY YIVQEEKNYRE S — LT 174 

Query: 168 —CQGRGGTLSMPKDEM-NGL GYLAQAGLARVFI GI NDLEKEGAFVYSDHS PMRTFN 221 

C+ RGG L+MPKOE+ N L Y+A + + G RVFI G+NDLE+EG +V + + D + + P + + + + 
Sbjct: 17 5 HCR I RGGM.I AMPKDE VVNTLI ADYVAKSGFF RVFI GVNDLEREGQYVFTDNT PLQNY SNW 2 34 

Query: 222 RS GE PNNAYDEEDCVEMVASGGWNDVACHTTMY FMCE F 259 

+ EP++ EDCVEM++SG WND CH TMYF+CEF 

Sbjct: 235 KEEEPSDPSGHEDCVEMLSSGRWNDTECIILTMY FVCEF 272 



f*l >qi I 7 6.5 6 9 8 9 | re f | N P 056534. 1 IS collagen, type V, alpha 3 prep roprotein ; pro- (alp 
[Homo sapiens] 

c;i | 34 22 372 0 : sp j P2 5 94 0 CA3 5 HUMAN H Collagen alpha 3 (V) chain precursor 

qi I 7 .3 2 9 0 7 4 1 qfo | AAF5 9 9 0 2.1 8 collagen type V alpha 3 chain [Homo sapiens] 
Length = 17 4 5 

Score - 7 8.7 bits (178), Expect = 3e-13 

Identities = 48/92 (52%) , Positives = 53/92 (573), Gaps = 24/92 (265 ) 

Query: 39 VPGLKGDAGEKGDKG APGRPGRVGPTGEKGDMGDKGQKGSVGR HGKIGP 87 

+PG KGD GE KGD G AG PG+ GP GE D G KGSVG G +GP 

Sb j Ct : 1221 I PGPKGDI GEKGDS GPSGAAGPPGKKGPPGE D- GAKGS VGPTGI, PGDLG P PGDPG 12 7 4 

Query: 88 I - GSKGEKGDS GDI GPPGPNGE PGLP 112 

I GS GEKGD GD+ GPPG +GEPG P 
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Score = 59.6 bits (133), Expect = 2e-07 

Identities = 46/117 (39%), Positives -= 50/117 (42*), Gaps - bl/117 (43-) 

Query: 47 GEKGDKGAPG R — PGRVGP TGB 66 

GEKG KG PG R PGRVGP GK 

Sb j ct : 132 5 GEKGAKGE PGPDGP PGRTGPMGARGPPGRVGPEGLRGI PGPVGE PGLLGAPGQMGP PGPL 138 4 

Query: 67 KGDMGDKGQKGSVGRHGKI GPI GSKGEKG1 )SG DI - GPPGPNGE PGLP 112 

KGD G KG+KG +G G IGP G GEKGD G I GPPGP G+PG P 
Sbjct: 1385 GPSGLPGLKGDTGPKGEKGHI GLI GL1GPPGEAGEKGDQGLPGVQGPPGPKGDPGPP 1441 



Score =55.4 bits (123), Expect - 3e-06 

Identities = 42/109 (38%), Positives - 46/109 (42-;,), Gaps = 48/109 (44 : : ) 

Query: 40 PGLKGD AGE KGD KGAPGR PGRV — 61 

PGLKGD AGE KGD KG PG PG + 

Sbjct: 139 0 PGLKGDTGPKGEKGHIGT.ICIIjICd.'PGEAGEKGDQGLPGVQGPPGPKGDPGPPGPlGSLGH 144 9 

Query: 62 — GPTGE KGDMGDKGQKGSVGRHGKI GPI GSKGEKGDS GDI GPPGPNGE P 109 

GP G G +G KG KGS P GS G + GD + G GPPGP G P 

Sbjct: 1450 PGPPGVAGPLGQKGSKGS P-GSMGPRGDTGPAGPPGPPGAP 1489 



Score =54.9 bits (122), Expect = 4e-06 

Identiti.es - 50/129 (381) , Positives = 59/129 (45V;), Gaps = 50/129 (38 ) 

Query: 21 PSGHPQPAGDDACSVQILV PGL KGDAGEKGDK GAPGRPGRVGPTGEK 67 

P + GHP P G D Q PGL KG I "J G +G G PG G G P GE K 

Sbjct: 1107 PAGHPGPPGADG — AQ GRRGPPGLFGQKGDDGVRG — FVGVI GPPGLQGLPGPPGEK 1159 

Query: 68 GDMGDKGQKGSVGRIIGKI GP 1 GSKGEKGDS GDI GPP 103 

G++GD G S+G HG GP +G KGE+GD+GD P 
Sbjct: 1160 GEVGDVG SMGPHGAPGPRGPQGPTGSEGTPGLPGGVGQPGAVGEKGERGDAGD P 1213 

Query: 104 GPNGEPGLP 112 

GP G PG+P 
Sbjct: 1214 GPPGAPGIP 1222 



Score = 53.7 bits (119), Expect = le-05 

Identities = 41/92 (441), Positives = 46/92 ( 5 0 ' ) , Gaps = 28/92 (301) 

Query: 44 GDAGEKGDK-- — GAPGRPGR- - VGPTGEKGDMGDKGQKGSVG RHGKIG 86 

G AGE KG K G PGRPG +GP GEKG G GQ G G R G 
Sbj Ct : 779 GSAGEKG-KLGVPGL PGY PGRPGPKGS I GFPGPLGPI GEKGKS GKTGQPGLEGER G 833 

Query: 87 PI GSKGE KGDS GDI GPPGPNGE PGLP 112 

P GS+GE+G G G PGP G+ PG+P 
Sbjct: 834 PPGSRGERGQPGATGQPGPKGDVGQDGAPGI P 865 
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Score = 53.2 bits (118), Expect = le-05 

Identities = 35/79 (44*), Positives = 39/79 (49%), Gaps = 27/79 (34ft) 

Query : 40 PGLKGEAGE KGDKGAE J GRPGRVGPTGEKGDMGDKGQKGSVGRHGKI GPI GSKGEKGDS GD 99 

PG KGD G KGD+G PG PG P GE D GP G KG+ G + G+ 

Sbjct: 736 PGFKGDVGLKGDQGKPGAPG PRGE D GPE GPKGQAGQAGE 774 

Query: 100 IGPPGPNGE PGLP 112 

GPPG GE PGLP 
Sbjct: 775 E GPP GS AGE K GK L GV PGLP 793 



Score = 50.3 bits (111), Expect = le-04 

Identities = 43/104 (41%) , Positives =- 50/104 (48%), Gaps - 36/104 (344) 

Query: 40 PGLKGDAGEKGDKGA P — GRPGRVG P — TGEKGDMG 71 

PGLKG+ G +G +G P G PGRVG P TG KGD G 

Sbjct: 499 PGLKGEEGAEGPQGPRGLQGPHGPPGRVGKMGRPGADGARGEPGDTGPKGDRGFDGLPGL 558 

Query: 72 — DKGQKGSVGRHGKI GPI GSKGEKGDS GDI GPPG PN GE PG 110 

-l-KGQ + G G G+ GP GE G+ G GPPGP GE I? G 

Sbjct: 559 PGEKGQRGDFGHVGQPGP PGEDGERGAE GPPGPTGQAGE PG 599 



Score = 49.4 bits (109), Expect = 2e-04 

Identities = 39/94 (411), Positives = 50/94 (53%), Gaps - 26/94 (27%) 

Query: 40 PGEKGDAGE KGDKGAPGRPGRVGPTG EKGDMGDKGQKGSVGRHG 83 

PG KGD G+ G+ GAPG PG+ GP+G E G+ G KG+ G G G 

Sbjct: 1282 PGEKGDPGDVGGPGPPGASGE PGAPGP PGKRG I 'SGHMGRE GRE -GEKGAKGE PGPDGPPG 1340 

Query: 84 KI GPI GSKGE KGDS GDI GP PGPNGEPGL 111 

+ GP+GI t-G G +GP PGP GEPGL 

Sbjct: 1341 RTGPMGARGP PGRVGPEGLRGI PGPVGE PGJ , 1371 



Score = 47.7 bits (105), Expect = 7e-04 

Identities = 31/63 (49%), Positives = 33/63 (52%), Gaps = 18/63 (28%) 

Query: 56 GR PGR VGPTGEKGDMGDKGQKGSVGRI I GK I GPI GSKGEKGDS GDI GPP GPNGE P 109 

G PG GP+GE+GD GD VG P G KG KGD GD GPP GP G P 

Sbjct: 1064 GPPGAAGPSGEEGDKGD VG AP-GHKGSKGDKGDAGPPGQPGIRGPAGHP 1111 

Query: 110 GLP 112 
G 1% 

Sbjct: 1112 GPP 1114 



Score = 46.0 bits (101), Expect = 0.002 

Identities = 44/127 (34*.), Positives = 54/127 (42 : ), Gaps = 58/127 (45%) 

Query: 40 PGLKGDAGE KGDKGAPG R PGR VGPTGE 66 

PG KG G+ KGD KG PG R PG+ VGP G+ 

Sbjct: 979 PGPKGGPGDPG PT GLKGDKGPPGPV GANGS PGERG PL GPAGGI GLPGQSGSEGPVGPAGK 1038 

Query: 67 KGDMGDKGQKGSVGRHGKI - GP I G SKGE KGDS GDI GPP 103 
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